Background: We performed an exhaustive search for local structural similarities in an ensemble of non-redundant protein functional sites. With the purpose of finding new examples of convergent evolution, we selected only those matching sites composed of structural regions whose residue order is inverted in the relative protein sequences.
Background
The global comparison of protein sequences or structures is one of the most used computational tools in the analysis of newly discovered proteins [1] . These methods can highlight evolutionary relationships. However, due to possible events of divergent evolution in the functional site/s, they cannot always allow the "guilt by association" inference of a protein function.
The vast majority of known functions (enzymatic activities, binding sites etc.) are encoded by a relatively small set of residues located in a conserved geometry both in the protein sequence and in the protein structure. 3D motifs [2, 3] can thus be used, in different forms, for analyzing and inferring molecular functions when the global similarity is not conserved (for a review see [4] ).
Local similarities in the context of a global non-similarity, are generated by phenomena of divergent [5] or conver-gent evolution. The latter are uncommon and few are described in the literature, well-known examples being represented by the SHD catalytic triad in serine proteases [3, 6] or by the region surrounding the ploop in many nucleotide-binding proteins [7, 8] .
Methods for the identification of local structural similarities alone are not sufficient to spot cases of convergent evolution. Here we applied a new approach that consists of an exhaustive search for local structural similarities between known protein structures, followed by a selection of structural similarities coming from different regions and located in a different order in the sequence of the protein families sharing the site.
We analyzed the results of an all-versus-all local comparison in an ensemble of protein functional sites, searching for 3D matches characterized by sequence inversion events. Non-collinear matches which also have a strong statistical significance were manually analyzed and a few cases of convergently evolved sites were identified and are discussed below.
Results

Structural comparison experiment
Starting from a non-redundant structural dataset of about 2000 protein chains, we identified 10175 surface cavities. About 2500 of those cavities were defined as functional since they contain a consistent fraction of residues associated to a PROSITE [9] pattern or a known ligand binding site (see Methods). We performed an all versus all structural comparison of the functional clefts with the whole dataset of 10000 clefts in search of significant structural similarities.
For the cavities comparison, the sequence-independent Query3D algorithm [10] was used. We set highly stringent parameters to detect only strong similarities and selected only 3D matches comprising of at least 50% of known functional residues (see Methods). We obtained a total of about 66000 structural matches among protein cavities ranging from 2 to 10 residues in size. In Table 1 the distribution is reported of the number of matches with respect to their length.
Selection of non collinear and significant matches
We selected only those matches whose matching residues are non-collinear in the corresponding protein sequences. To do so, the list of matches has been searched for noncollinearity between the paired residues, see Methods. Table 1 reports the number of matches that are collinear and the matches that are not collinear, for each match length.
We calculated a significance value for each one of these matches in the form of a Z-score. Only matches longer than 7 residues and with a Z-score higher than 10 were analyzed. This threshold is considerably stringent, as can be deduced from different tests performed in other massive structural comparison experiments [11] . This stringency in statistical significance strongly supports the hypothesis that only real structural similarities have been considered.
Analysis of non collinear matches
A total of 32 non-collinear structural matches were selected within these stringent thresholds and manually analyzed (see Table 1 ). 28 matches were identified as common cases of non-collinearity deriving from events of circular permutations of protein sequences [12] .
Of the remaining 4 cases, three are already known in the literature and involve: the N-4 Cytosine-Specific Methyltransferase Pvu II and Catechol O-Methyltransferase [13] (Z-score 11.61); Udp-Glucose Dehydrogenase and LAlanine Dehydrogenase [14] (Z-score 13.55); D-Ala Ligase and human Glutathione Synthetase [15] (Z-score 14.28). For details on these matches see Figure 1 (a-b-c).
A new case of sequence inversion
The fourth case (z-score 12.14), see Figure 1d , involves one member of the ABC transporters family and a bacterial Hpr kinase/phosphorylase protein (PDB codes: 1b0u and 1kkl, respectively). This 3D similarity belongs to the category of inverted structural matches (see Method) and cannot have arisen from simple events of sequence rearrangements, therefore identifying a true and almost unique case of convergent evolution. The first and second row reports the number of collinear and non collinear matches, respectively, per each match length. In the third row the total number of matches is detailed. The number in parentheses indicates non-collinear matches with Z-score higher than 10.
The ATP binding subunit of a bacterial histidine permease belongs to the ABC transporters family [16] , whose members are widespread into different phyla, from bacteria to humans. Some of the ABC transporters are known to be involved in several human disorders, such as cystic fibrosis, muscular dystrophy, adrenoleukodystrophy, Stargardt disease and others. The bacterial HPrK/P [17] , on the other hand, is a bacterial sensor enzyme that plays a major role in the regulation of carbon metabolism and sugar transport, controlling the expression of numerous catabolic genes; it catalyzes the ATP-as well as the pyrophosphate-dependent phosphorylation of Ser-46 in HPr, a phosphocarrier protein of the phosphoenolpyruvatedependent sugar phosphotransferase system (PTS).
The nucleotide binding site of the ATP-binding subunit of the histidine permease from Salmonella typhimurium and the phosphate binding active site of the Hpr kinase/ phosphorylase from Lactobacillus casei are built through the juxtaposition of three distinct residue stretches (see Figure 1 Details of structural matches. PDB codes and chain identifiers are reported for each one of the selected structural matches together with the number and type of aligned amino acids. The arrows describe permutations and inversions in protein sequences; the N to C-term direction is colour-coded (blue is associated to N-term and red to C-term). a) The residues involved in the match bind S-adenosyl-homocysteine (1boo) and S-adenosyl-methionine (1vidA), and share a high structural similarity. b) Matching residues bind ADP, Mg and PHY in the 1iow structure; and ADP, Mg and GSH in the 2hgs structure c) The 1dljA residues involved in the match bind a 1,4-dihydronicotinamide adenine dinucleotide; 1say is 92% identical to 1pjc, which binds nicotinamide-adenine-dinucleotide with the residues involved in the 3D match. d) In 1b0uA, the matching residues bind an ATP molecule; 1kklA is 100% identical to 1jb1A, which binds PO4 with the residues involved in the 3D match (see Results). Table 2 ): i) the ploop; ii) a pair of negatively charged residues (D178-E179 in 1b0u; D178-D179 in 1kkl) and iii) a catalytic histidine followed (in the case of Hpr K/P) or preceded (in the case of the ABC transporter) by three hydrophobic residues on a beta filament (Figure 2) . The third stretch proposes the residue side-chains in very similar positions in 3D, but encoded in opposite order in the protein sequence (N to C terminus in one protein and C to N terminus in the other). The two structures look quite different after superposing the conserved residues ( Figure  3 ), but they share a very similar core composed of 4 beta filaments and one helix (Figure 4a) . One of the filaments and the helix respectively precede and follow the ploop structure; two of the three remaining beta strands follow the same direction but are oppositely oriented ( Figure  4b ). This finding can support the hypothesis that the structural context is necessary for the stability and function of the described ATP/PP binding site, even if some of the participating SSEs share opposite directions.
Details of structural matches
In both proteins, the residues identified belong to a wellstudied functional site, described in detail below. The cocrystallized molecules (an ATP and a pyro-phosphate) neatly superpose the corresponding phosphate atoms, in support of a functional meaning of the 3D similarity. This quite unique situation accounts for the fact that this striking similarity has not been highlighted so far.
A multiple alignment of members of the two protein families derived from the corresponding superposition of the functional sites is shown in Table 2 .
Conclusion
An exhaustive search has been performed for significant 3D similarities between protein functional sites containing residues that are non-collinear in the respective protein sequences. From a non-redundant set of protein structures, an ensemble of about 10,000 cavities were defined, one fourth of which could be associated to a known molecular function using PROSITE patterns and/ or bound ligands.
The local comparison produced more than 60 thousand 3D matches. In this list, a relatively low number of matches appeared to involve non-collinear residues. All matches were evaluated for their statistical significance using the Z-score. Cases with Z-score > 10 were carefully analyzed and manually inspected in the graphics.
Four interesting cases were identified, three of which were already known in the literature as cases involving a permutation in one of the protein families comprised in the structural match.
The fourth case involved a member of the ABC transporter family and a bacterial HprK/P (Figures 2 and 3) . Three regions in the two protein sequences are involved in the structural match: their location in the respective sequences is 1-2-3 versus 3-1-2. This is compatible with a circular permutation in one of the protein families. But in one of the regions (the one identified by #3 in the preceding sentence) the residues are located in inverse order in the two sequences, therefore suggesting that a case of convergent evolution has occurred.
Interestingly, a structural core composed of 4 beta filaments and one helix is conserved in the two structures (Figure 4 ), but two of the beta filaments are oriented in opposite directions. This finding can be relevant both for a better understanding of structure-function relationships and for medical significance, since members of the ABC transporter family are involved in several human diseases, such as cystic fibrosis, muscular distrophy, adrenoleukodystrophy, Stargardt disease and others. This analogy might help in suggesting experimental strategies to devise new classes of inhibitors, peptides or compounds.
Methods
Cavities dataset
We used a NCBI non-redundant PDB [18] composed of 1924 chains obtained using only X-ray solved structures and a sequence-similarity cut-off corresponding to a minimum BLAST p-value of 10e-7.
Using the SURFNET algorithm [19] we identified a dataset of 10175 surface clefts on these chains with a cavity volume higher then 200 Å 3 .
We defined each cleft as the set of residues identified by the algorithm that surrounds the cavity pocket [20] .
Functional residues
Functionally important residues were identified in the set of defined cavities by searching for PROSITE [9] patterns and ligand binding sites. PROSITE motifs were searched in the sequences of our protein dataset with the ScanProsite algorithm [21] . All PROSITE regular expressions were used excluding those marked as "unspecific".
Ligand binding residues were identified with a distance criterion. All residues within 3.5 Å distance from any HET-EROATOM found in the selected co-ordinate set were selected and assigned to the category.
All those clefts displaying less than 75% of the residues identified to be involved in one of the defined functions A sequence alignment of different members of the ABC transporters and HPr K/P families is reported. Column 1 identifies the protein family. ABC transporters are grouped in two different types: a) type 1 members comprise the histidine permease of S. typhimurium and other Nucleotide Binding Domains (NBD) of the same family. They all display the same conserved residues, including the catalytic histidine; b) type 2 members display a non-histidine aligned to the histidine of the first group. In many cases, two different nucleotide binding domains (a non-histidine and a histidine) known as NBD1 and NBD2 belong to the same protein sequence, with different functions: NBD1 (without catalytic H) usually displays a regulative function, while NBD2 (with H) encodes a catalytic function. The remaining columns for each protein report: the PDB code, the Swiss-Prot code, the structurally aligned residues in the inverted region, the sequence range of the ploop, the two negatively charged structurally aligned residues, the bound ligand, the organism and a short description.
were discarded, with the purpose of considering only almost complete functional sites [20] .
All vs. all structural comparison
The structural comparison was performed using the sequence independent local comparison algorithm Query3D [10] . Matching criteria of Query3D are both geometrical (r.m.s.d. between paired residues) and biochemical (scores from a substitution matrix). The algorithm uses a two-point representation of each residue, the C-alpha and a side-chain representative point. An exhaustive exploration guarantees finding the two largest sets of matching aminoacids in a pair of protein structures. For this experiment, high stringency parameters were set (r.m.s.d. < 0.7 Å and residue similarity > 1.2 according to the Dayhoff substitution matrix) in order to obtain only matches with a high similarity. Whenever a match
Conserved residues in the identified 3D match Figure 2 Conserved residues in the identified 3D match. Graphical view of the conserved residues in the identified 3D match. The ABC transporter (PDB code: 1b0uA) is shown in blue and the HPrK/P (PDB chain code: 1kklA) is in orange. The ploop of the two proteins is represented as a ribbon. The two beta filaments where the catalytic histidine and the hydrophobic residues are encoded in opposite order are also shown as ribbons. The ATP molecule co-crystallized with the histidine transporter subunit is shown colored by atom type; some of the side-chains involved in the functional match are also shown and are identified by their PDB residue number. The two arrows indicate the N to C orientations of the oppositely oriented beta filaments.
D178 D178 H211 H140
V209 V142 ploop ATP Superimposition corresponding to the local 3D match Figure 3 Superimposition corresponding to the local 3D match. The structural superimposition corresponding to the local 3D match described in Figure 2 . The ABC transporter and the HPr K/P protein chains are shown as blue and red ribbons. The local match of 1b0uA and 1kklA residues is highlighted in cyan and yellow, respectively. involves more than 10 aminoacids, only the first ten are considered.
In the all vs. all comparison experiment, all surface clefts containing at least 75% of functionally important residues were compared to the whole set of clefts. Moreover, the algorithm was forced to consider only the structural similarities involving at least 50% of aminoacids being annotated as functionally important [20] . This requirement helps in selecting only matches in protein regions characterized by an easily deducible function.
Matches significance
Each match is scored with the match length, i.e. with the number of residues that can be superposed within the defined similarity thresholds. The significance of each match is evaluated by calculating the Z-score over the value distribution of the query cleft comparison with the whole dataset. For each match, the Z-score is computed as the difference between the value of the match and the average value of all the matches for the query patch, divided by the standard deviation.
Definition of collinear and inverted structural matches
A structural match can be described as a set of pairs of residues that can be superposed in 3D. Each residue pair is identified by an uppercase letter (i.e. A) and the two composing residues with the same letter in lowercase followed by one or two apice depending on its belonging to the first or the second structure (i.e. a', a").
Given two residues a' ∈ A and b' ∈ B, a' < b' if a' precedes b' in the primary sequence. Two pairs A and B are non-collinear if a' < b' while b" < a" or if b' < a' while a" < b".
A structural match is non-collinear if it contains at least 2 non-collinear pairs, and is inverted if it contains at least 3 pairs, each of these non-collinear between each other. Figure 4 Superposed secondary structure elements. a) Ribbon representation of the conserved SSEs surrounding the ATP/PP binding site: four beta filaments and an alpha-helix. The 1b0uA chain is shown in blue, the 1kklA chain in orange. The four beta filaments form a beta-sheet, whose second filament corresponds in both structures to the ploop preceding sequence. The helix corresponds to the sequence immediately following the ploop structure. The superposition of the two beta-sheets shows the two internal filaments displaying the same orientation in space (in both structures, the filaments point up in an N to C direction). The two external filaments point in opposite directions in the two structures. The first filament on the left side of the picture corresponds to the sequence surrounding the catalytic histidine; the fourth filament on the right is not involved in any known specific functional region. b) Topology of the superposition. A simplified view of the superposed structure is shown with the same colors used in Figure 4a . Beta filaments are represented as arrows, pointing from N to C; the helices are represented as cylinders. The protein stretches joining the secondary structure elements are depicted with no relation to their real length. a b
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